ABSTRACT Burkholderia reimsis BE51, isolated from maize rhizosphere, has a promising biocontrol activity against a set of phytopathogens. Here, we report its draft genome sequence with the aim of providing insight into the potentially produced secondary metabolites and genes related to plant growth-promoting and biocontrol properties.
in 563 subsystems. The draft genome sequence was mined with the aim of screening all potentially produced secondary metabolites (SMs) using antiSMASH (16) . In silico analysis revealed the presence of 14 putative biosynthetic gene clusters potentially involved in the synthesis of many SMs, including bacteriocin, phenazines, pyrrolnitrin, siderophores, and nonribosomal peptides. In addition, the BE51 genome harbors genes involved in indole acetic acid production, motility, and biofilm production and one gene related to 1-aminocyclopropane-1-carboxylate deaminase. All these features may reflect the biocontrol and plant growth-promoting effects of this bacterium.
Data availability. This whole-genome shotgun project has been deposited at GenBank under the accession no. QMFZ00000000. The version described in this paper is the first version, QMFZ01000000. The SRA accession no. is SRP156928.
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